SEQUENCE LISTING 
<110> Boehringer Ingelheim Pharma KG 

<120> Method for identifying compounds which positively 
influence inflammatory conditions 

<130> 1/1177 

<140> 
<141> 

<150> US 60/257, 854 
<151> 2000-12-22 

<160> 12 

5 . <170> Patentln Ver. 2.1 

<210> 1 

- <211> 63 
1-<212> DNA 

yy<213> Artificial Sequence 

43 

- <220> 

<223> Description of Artificial Sequence: Primer 
I <4C0> 1 

-tggccagtgaa ttgtaatacg actcactata gggaggcggt tttttttttt tttttttttt 60 

Jj^ttt 63 

u 

[ ".<210> 2 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 2 

gtcgtcaaga tgctaccgtt cagga 25 



<210> 3 
<211> 1819 
<212> DNA 

<213> Homo sapiens 
<400> 3 

tcagccaatc acagtttgaa acctttgccc tctgttccag aagagaaaaa gcccaggcat 60 
aaaatcatct ccatattctc aggcacagag aaaggaagta aaaagaaaga aaaggaacgg 120 
ccagaaattt ctcctccatc tgattttgag cacaccatcc atgttggctt tgatactgtt 180 
actggagaat tcactggcat gccagaacag tgggctcgat tactacagac ctccaatatc 24 0 
accaaactag agcaaaagaa gaatcctcag gctgtgctgg atgtcctaaa gttctacgac 300 
tccaacacag tgaagcagaa atatctgagc tttactcctc ctgagaaaga tggctttcct 360 
tctggaacac cagcactgaa tgccaaggga acagaagcac ccgcagtagt gacagaggag 42 0 



1 



gaggatgatg atgaagagac tgctcctccc 
tcaatttaca cacggtctgt aattgaccct 
gatggtgctg ccaagtcttt agacaaacag 
attatggaga aattaagaac tatcgtgagc 
tatgaaaaaa ttggacaagg ggcttctggt 
ggacaggagg ttgctatcaa acaaattaat 
attaacgaga ttctggtgat gaaagaattg 
agttacctgg taggagatga attgtttgtg 
actgatgtgg taacagaaac gtgcatggat 
tgtttacagg cattggagtt tttacatgct 
gacaatgtac ttttgggaat ggaaggatct 
cagatcaccc ctgagcagag caaacgcagt 
ccagaggtgg ttacacggaa agcttatggc 
atggctattg agatggtaga aggagagcct 
ttgtacctaa tagcaactaa tggaacccca 
atatttcggg atttcttaaa tcgatgtttg 
aaagaattat tacagcatcc tttcctgaaa 
ctgatcatgg cagctaaaga agcaatgaag 
.atactctttt ttccattttc tacaagaagc 
=tggggtttaa agaaatggtc tgcataacct 
h agacaaccaa gagaaaattg caaaaagaca 
. gggtccagaa ggaattgtgg actgaatcac 
j! cagggccatt tatcatgtgt gagatttgca 
:j cccattcatt gtccccttt 



gttattgccc cgcgaccgga tcatacaaaa 480 
gttcctgcac cagttggtga ttcacatgtt 540 
aaaaagaaga ctaagatgac agatgaagag 600 
ataggtgacc ctaagaaaaa atatacaaga 660 
acagttttca ctgctactga cgttgcactg 720 
ttacagaaac agccaaagaa ggaactgatc 780 
aaaaatccca acatcgttaa ctttttggac 840 
gtcatggaat accttgctgg gaggtcactc 900 
gaagcacaga ttgctgctgt atgcagagag 960 
aatcaagtga tccacagaga catcaaaagt 102 0 
gttaagctca ctgactttgg tttctgtgcc 1080 
accatggtcg gaacgccata ctggatggca 114 0 
cctaaagtcg acatatggtc tctgggtatc 1200 
ccatacctca atgaaaatcc ccttagggcc 1260 
gaacttcaga atccagagaa actttcccca 132 0 
gaaatggatg tggaaaaaag gggttcagcc 13 8 0 
ctggccaaac cgttatctag cttgacacca 1440 
agtaaccgtt aacatcactg ctgtggcctc 1500 
cttttagtat atgaaaatta ttactctttt 1560 
gaatgaaaga agcaaatgac tattctctga 162 0 
agtatgactt ttatatgaac cccttcttta 1680 
tagccttagg tctttcagca aacagcctat 1740 
ttttactttg ctgactttgt tgtaatagat 1800 
1819 



<210> 4 
<211> 524 
<212> PRT 

<213> Homo sapiens 
' <400> 4 

Met Ser Asp Asn Gly Glu Leu Glu Asp Lys Pro Pro Ala Pro Pro Val 
? 1 5 10 15 

Arg Met Ser Ser Thr lie Phe Ser Thr Gly Gly Lys Asp Pro Leu Ser 
20 25 30 



Ala Asn His Ser Leu Lys Pro Leu 
35 40 

Pro Arg His Lys lie He Ser He 
50 55 

Lys Lys Lys Glu Lys Glu Arg Pro 
65 70 

Glu His Thr He His Val Gly Phe 
85 

Gly Met Pro Glu Gin Trp Ala Arg 
100 

Lys Leu Glu Gin Lys Lys Asn Pro 
115 120 



Pro Ser Val Pro Glu Glu Lys Lys 
45 

Phe Ser Gly Thr Glu Lys Gly Ser 
60 

Glu He Ser Pro Pro Ser Asp Phe 
75 " 80 

Asp Ala Val Thr Gly Glu Phe Thr 
90 95 

Leu Leu Gin Thr Ser Asn He Thr 
105 110 

Gin Ala Val Leu Asp Val Leu Lys 
125 



Phe Tyr Asp Ser Asn Thr Val Lys Gin Lys Tyr Leu Ser Phe Thr Pro 



Pro Glu Lys Asp Gly Leu Pro Ser Gly Thr Pro Ala Leu Asn Ala Lys 
145 150 155 160 

Gly Thr Glu Ala Pro Ala Val Val Thr Glu Glu Glu Asp Asp Asp Glu 
165 170 175 

Glu Thr Ala Pro Pro Val He Ala Pro Arg Pro Asp His Thr Lys Ser 
180 185 190 

He Tyr Thr Arg Ser Val He Asp Pro Val Pro Ala Pro Val Gly Asp 
195 200 205 

Ser His Val Asp Gly Ala Ala Lys Ser Leu Asp Lys Gin Lys Lys Lys 
210 215 220 

y, Pro Lys Met Thr Asp Glu Glu He Met Glu Lys Leu Arg Thr He Val 

Q 225 23 0 23 5 24 0 

"m Ser He Gly Asp Pro Lys Lys Lys Tyr Thr Arg Tyr Glu Lys He Gly 
245 250 255 

f-fGln Gly Ala Ser Gly Thr Val Phe Thr Ala Thr Asp Val Ala Leu Gly 
260 265 270 

s Gin Glu Val Ala He Lys Gin He Asn Leu Gin Lys Gin Pro Lys Lys 
§=& 275 280 285 

Glu Leu He He Asn Glu He Leu Val Met Lys Glu Leu Lys Asn Pro 
290 295 300 

Asn He Val Asn Phe Leu Asp Ser Tyr Leu Val Gly Asp Glu Leu Phe 
" 305 310 315 ~ " 320 

Val Val Met Glu Tyr Leu Ala Gly Gly Ser Leu Thr Asp Val Val Thr 
325 330 335 

Glu Thr Cys Met Asp Glu Ala Gin He Ala Ala Val Cys Arg Glu Cys 
340 345 350 

Leu Gin Ala Leu Glu Phe Leu His Ala Asn Gin Val He His Arg Asp 
355 360 365 

He Lys Ser Asp Asn Val Leu Leu Gly Met Glu Gly Ser Val Lys Leu 
370 375 380 

Thr Asp Phe Gly Phe Cys Ala Gin He Thr Pro Glu Gin Ser Lys Arg 
385 390 395 400 

Ser Thr Met Val Gly Thr Pro Tyr Trp Met Ala Pro Glu Val Val Thr 
405 410 415 

Arg Lys Ala Tyr Gly Pro Lys Val Asp He Trp Ser Leu Gly He Met 
420 425 430 

Ala He Glu Met Val Glu Gly Glu Pro Pro Tyr Leu Asn Glu Asn Pro 
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435 



440 



445 



Leu Arg Ala Leu Tyr Leu lie Ala Thr Asn Gly Thr Pro Glu Leu Gin 
450 455 460 

Asn Pro Glu Lys Leu Ser Pro lie Phe Arg Asp Phe Leu Asn Arg Cys 
465 470 475 480 

Leu Glu Met Asp Val Glu Lys Arg Gly Ser Ala Lys Glu Leu Leu Gin 
485 490 495 

His Pro Phe Leu Lys Leu Ala Lys Pro Leu Ser Ser Leu Thr Pro Leu 
500 505 510 

lie Met Ala Ala Lys Glu Ala Met Lys Ser Asn Arg 
515 520 



<210> 5 

<211> 50 

<212> DNA 

<213> Artificial Sequence 



fly 

?Q <22 0> 



<22 3> Description of Artificial Sequence: Primer 
<400> 5 

ggggacaagt ttgtacaaaa aagcaggcta tgtctgataa cggagaactg 



]j: <210> 6 

TO <211> 53 

H 1 <212> DNA 

13 <213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 6 

ggggaccact ttgtacaaga aagctgggtt taacggttac tcttcattgc ttc 



<210> 7 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 7 

aagaattctc atgtctgata acggagaact g 31 



<210> 8 
<211> 29 
<212> DNA 
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<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 8 

tttctagaac ggttactctt cattgcttc 29 



<210> 9 
<211> 3255 
<212> DNA 

<213> Homo sapiens 
<400> 9 

ggagcgcaaa tggcgtccaa ccccgaacgg 
gattcccgaa gtcttccgtt ttctgagaat 
=..;, gatacaatgg tgcagcagaa attggatgat 
aaagaactga aaatcaaaga aggagctgaa 
52 agtttggctt atgtagacaa cattttgaaa 
cacaagctgc aggaattaaa tgcacatatt 
l % tgcccaagga ctccagatac tccaaataat 
% ttgaaggcct tacaaaaaca attggatata 
'43 atgatacaga tgtattcaaa tggatcttca 
l3 caactgctcc aggacagcaa gacaaaaata 
Iff gtccagacta atgaattggc ttttgataat 
= cggatggaag aattaaggca tcattttagg 
y;, aatgtaatga aattacttgg ctcaggaaaa 
III caagcaagat ttaatgaatc aagtcagaag 
55s agattaaacg aagtccccaa gaatcatccc 
If cttgttgctg catcaccaac actaagtcca 
lT tatagtacac tatccaaacc agcagcacta 
hJ tgccaagata tcctagagaa tgtccctgga 
M= ggttggagtc caagtgaaac cagatcatct 
ggaagtagtc gaaatcttct aaaaaccgat 
aagctcgata atactgtggt tggccaaact 
gaccagaagt ttacactgga actggacagg 
cgtgattggc ggtctctgtg tgctgtaaaa 
caacggcatg gcatgtgtct ctatttggaa 
ttttttaatc cagttattga aagaagacca 
aagcaacaag gcaaaacatt tctcagagct 
ggaaggctag taagaagagc tattcctaca 
gctcctgtgc ctactacagt gccagtggtt 
gctagtgatt ctacagtaac caaattggac 
ccaccacgag cttcttctct tggagaaata 
ataccaggac aggattcaga gactgttttt 
ccaaaatctc aatctgaata caagcctgat 
attcaagaac ttgaggacag aagatctcag 
aggtgttgtg ctgtcttggg aagaggacat 
aacacaaatg agatgtttgc tataaaagcc 
gaagtagaca gcctgatgtg tgaaaaaaga 
ccctttttgg tgaacctttt tgcatgtttc 
gaatatgctg ccggtgggga cctaatgatg 
agagctgtat tttatgctgc ttgtgtagtt 
attgtttata gagatttgaa attggataac 
attgctgatt ttggtctttg caaagaagga 
tgtggcactc ctgaatttct tgccccagaa 



ggggagattc tgctcacgga actgcagggg 60 
gtgagtgctg ttcaaaaatt agacttttca 12 0 
atcaaggatc gaattaagag agaaataagg 18 0 
aatctgagga aagtcacaac agataaaaaa 24 0 
aaatcaaata aaaaattaga agaactacat 300 
gttgtatcag atccagaaga tattacagat 36 0 
gaccctcgtt gttctactag caacaataga 42 0 
gaacttaaag taaaacaagg tgcagagaat 48 0 
aaggatcgga aactccatgg tacagctcag 54 0 
gaagtcatac gaatgcagat tcttcaggca 600 
gcaaaacctg tgataagtcc tcttgaactt 660 
atagagtttg cagtagcaga aggtgcaaag 72 0 
gtaacagaca gaaaagcact ttcagaagct 780 
ttggaccttt taaagtattc attagagcaa 840 
aaaagcagga ttattattga agaactttca 90 0 
cgtcaaagta tgatatctac gcaaaatcaa 960 
acaggtactt tggaagttcg tcttatgggc 1020 
cggtcaaaag caacatcagt tgcactgcct 108 0 
ttcatgagca gaacgagtaa aagtaaaagc 114 0 
gacttgtcca atgatgtctg tgctgttttg 12 0 0 
agctggaaac ccatttccaa tcagtcatgg 1260 
tcacgtgaac tggaaatttc agtttattgg 1320 
tttctgaggt tagaagattt tttagacaac 1380 
ccacagggta ctttatttgc agaggttacc 144 0 
aaacttcaaa gacaaaagaa aattttttca 1500 
cctcaaatga atattaatat tgccacttgg 1560 
gtaaatcatt ctggcacctt cagccctcaa 1620 
gatgtacgca tccctcaact agcacctcca 168 0 
tttgatcttg agcctgaacc tcctccagcc 1740 
gatgaatctt ctgaattaag agttttggat 1800 
gatattcaga atgacagaaa tagtatactt 18 60 
actcctcagt caggcctaga atatagtggt 192 0 
caaaggtttc agtttaatct acaagatttc 1980 
tttggaaagg tgcttttagc tgaatataaa 2040 
ttaaagaaag gagatattgt ggctcgagat 2100 
atttttgaaa ctgtgaatag tgtaaggcat 2160 
caaaccaaag agcatgtttg ctttgtaatg 2220 
cacattcata ctgatgtctt ttctgaacca 2280 
cttgggttgc agtatttaca tgaacacaaa 234 0 
ttattgctag atacagaggg ctttgtgaaa 240 0 
atgggatatg gagatagaac aagcacattt 2460 
gtattaacag aaacttctta tacaagggct 2520 
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gtagattggt ggggccttgg cgtgcttata tatgaaatgc ttgttggtga gtctcccttt 2580 

cctggtgatg atgaagagga agtttttgac agtattgtaa atgatgaagt aaggtatcca 2640 

aggttcttat ctacagaagc catttctata atgagaaggc tgttaagaag aaatcctgaa 2700 

cggcgccttg gggctagcga gaaagatgca gaggatgtaa aaaagcaccc atttttccgg 2760 

ctaattgatt ggagcgctct gatggacaaa aaagtaaagc caccatttat acctaccata 2820 

agaggacgag aagatgttag taattttgat gatgaattta cctcagaagc acctattctg 2880 

actccacctc gagaaccaag gatactttcg gaagaggagc aggaaatgtt cagagatttt 2940 

gactacattg ctgattggtg ttaagttgct agacactgcg aaaccaagct gactcacaag 3000 

aagacctctt aaaaatagca acccttcatt tgctctctgt gccaccaata gcttctgagt 3060 

tttttgttgt tgttgttttt attgaaacac gtgaagattt gtttaaaagt accattctaa 3120 

tacttcttca aaagtggctc ctcattgtac ttcagcgtaa atatgagcac tggaaacagt 3180 

ttcatggagt ttaagttgag tgaacatcgg ccatgaaaat ccatcacgaa tacttttgga 3240 

tcaatagtct atttt 3255 



CI 



<210> 10 

<211> 984 

<212> PRT 

<213> Homo sapiens 

<400> 10 



ty Met Ala Ser Asn Pro Glu Arg Gly Glu lie Leu Leu Thr Glu Leu Gin 
€i 1 5 10 15 

r r Gly Asp Ser Arg Ser Leu Pro Phe Ser Glu Asn Val Ser Ala Val Gin 
20 25 3 0 

Lys Leu Asp Phe Ser Asp Thr Met Val Gin Gin Lys Leu Asp Asp lie 



fy Lys Asp Arg lie Lys Arg Glu lie Arg Lys Glu Leu Lys lie Lys Glu 

jh* ' 5 0 55 60 

iU: Gly Ala Glu Asn Leu Arg Lys Val Thr Thr Asp Lys Lys Ser Leu Ala 

65 70 75 80 

Tyr Val Asp Asn lie Leu Lys Lys Ser Asn Lys Lys Leu Glu Glu Leu 
85 90 95 

His His Lys Leu Gin Glu Leu Asn Ala His lie Val Val Ser Asp Pro 
100 105 110 

Glu Asp lie Thr Asp Cys Pro Arg Thr Pro Asp Thr Pro Asn Asn Asp 
115 120 125 

Pro Arg Cys Ser Thr Ser Asn Asn Arg Leu Lys Ala Leu Gin Lys Gin 
130 135 140 

Leu Asp lie Glu Leu Lys Val Lys Gin Gly Ala Glu Asn Met lie Gin 
145 150 155 160 

Met Tyr Ser Asn Gly Ser Ser Lys Asp Arg Lys Leu His Gly Thr Ala 
165 170 175 

Gin Gin Leu Leu Gin Asp Ser Lys Thr Lys lie Glu Val lie Arg Met 
180 185 190 
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Gin lie Leu Gin Ala Val Gin Thr Asn Glu Leu Ala Phe Asp Asn Ala 
195 200 205 



Lys Pro Val lie Ser Pro Leu Glu Leu Arg Met Glu Glu Leu Arg His 
210 215 220 

His Phe Arg lie Glu Phe Ala Val Ala Glu Gly Ala Lys Asn Val Met 
225 230 235 240 

Lys Leu Leu Gly Ser Gly Lys Val Thr Asp Arg Lys Ala Leu Ser Glu 
245 250 255 

Ala Gin Ala Arg Phe Asn Glu Ser Ser Gin Lys Leu Asp Leu Leu Lys 
260 265 270 

Tyr Ser Leu Glu Gin Arg Leu Asn Glu Val Pro Lys Asn His Pro Lys 
275 280 285 

Ser Arg lie lie lie Glu Glu Leu Ser Leu Val Ala Ala Ser Pro Thr 

£3 290 295 300 

Leu Ser Pro Arg Gin Ser Met lie Ser Thr Gin Asn Gin Tyr Ser Thr 

"|? 305 310 315 320 

Leu Ser Lys Pro Ala Ala Leu Thr Gly Thr Leu Glu Val Arg Leu Met 
HI * 325 330 335 

|=i Gly Cys Gin Asp lie Leu Glu Asn Val Pro Gly Arg Ser Lys Ala Thr 

ffj 340 345 350 

fll 

Ser Val Ala Leu Pro Gly Trp Ser Pro Ser Glu Thr Arg Ser Ser Phe 
355 360 365 



Lys Thr Asp Asp Leu Ser Asn Asp Val Cys Ala Val Leu Lys Leu Asp 
385 390 395 400 

Asn Thr Val Val Gly Gin Thr Ser Trp Lys Pro lie Ser Asn Gin Ser 
405 410 415 

Trp Asp Gin Lys Phe Thr Leu Glu Leu Asp Arg Ser Arg Glu Leu Glu 
420 425 430 

lie Ser Val Tyr Trp Arg Asp Trp Arg Ser Leu Cys Ala Val Lys Phe 
435 440 445 

Leu Arg Leu Glu Asp Phe Leu Asp Asn Gin Arg His Gly Met Cys Leu 
450 455 460 

Tyr Leu Glu Pro Gin Gly Thr Leu Phe Ala Glu Val Thr Phe Phe Asn 
4S5 470 475 480 

Pro Val lie Glu Arg Arg Pro Lys Leu Gin Arg Gin Lys Lys lie Phe 
485 490 495 
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Ser Lys Gin Gin Gly Lys Thr Phe Leu Arg Ala Pro Gin Met Asn He 
500 505 510 

Asn He Ala Thr Trp Gly Arg Leu Val Arg Arg Ala He Pro Thr Val 
515 520 525 

Asn His Ser Gly Thr Phe Ser Pro Gin Ala Pro Val Pro Thr Thr Val 
530 535 540 

Pro Val Val Asp Val Arg He Pro Gin Leu Ala Pro Pro Ala Ser Asp 
545 550 555 560 

Ser Thr Val Thr Lys Leu Asp Phe Asp Leu Glu Pro Glu Pro Pro Pro 
565 570 575 

Ala Pro Pro Arg Ala Ser Ser Leu Gly Glu He Asp Glu Ser Ser Glu 
580 585 590 

y. Leu Arg Val Leu Asp He Pro Gly Gin Asp Ser Glu Thr Val Phe Asp 
Q 595 600 605 

He Gin Asn Asp Arg Asn Ser lie Leu Pro Lys Ser Gin Ser Glu Tyr 

% 610 615 620 

|3 Lys Pro Asp Thr Pro Gin Ser Gly Leu Glu Tyr Ser Gly He Gin Glu 
C 625 630 635 640 

s Leu Glu Asp Arg Arg Ser Gin Gin Arg Phe Gin Phe Asn Leu Gin Asp 

h-h 645 650 655 

r p Phe Arg Cys Cys Ala Val Leu Gly Arg Gly His Phe Gly Lys Val Leu 
=J 660 665 670 

Leu Ala Glu Tyr Lys Asn Thr Asn Glu Met Phe Ala He Lys Ala Leu 
^" 675 680 685 

Lys Lys Gly Asp He Val Ala Arg Asp Glu Val Asp Ser Leu Met Cys 
690 695 700 

Glu Lys Arg He Phe Glu Thr Val Asn Ser Val Arg His Pro Phe Leu 
705 710 715 720 

Val Asn Leu Phe Ala Cys Phe Gin Thr Lys Glu His Val Cys Phe Val 
725 730 735 

Met Glu Tyr Ala Ala Gly Gly Asp Leu Met Met His He His Thr Asp 
740 745 750 

Val Phe Ser Glu Pro Arg Ala Val Phe Tyr Ala Ala Cys Val Val Leu 
755 760 765 

Gly Leu Gin Tyr Leu His Glu His Lys He Val Tyr Arg Asp Leu Lys 
770 775 780 

Leu Asp Asn Leu Leu Leu Asp Thr Glu Gly Phe Val Lys He Ala Asp 
785 790 795 800 



Phe Gly Leu Cys Lys Glu Gly Met Gly Tyr Gly Asp Arg Thr Ser Thr 
805 810 " 815 

Phe Cys Gly Thr Pro Glu Phe Leu Ala Pro Glu Val Leu Thr Glu Thr 
820 825 830 

Ser Tyr Thr Arg Ala Val Asp Trp Trp Gly Leu Gly Val Leu He Tyr 
835 840 845 

Glu Met Leu Val Gly Glu Ser Pro Phe Pro Gly Asp Asp Glu Glu Glu 
850 855 860 

Val Phe Asp Ser He Val Asn Asp Glu Val Arg Tyr Pro Arg Phe Leu 
865 870 875 " 880 

Ser Thr Glu Ala He Ser He Met Arg Arg Leu Leu Arg Arg Asn Pro 
885 890 895 

Glu Arg Arg Leu Gly Ala Ser Glu Lys Asp Ala Glu Asp Val Lys Lys 
900 905 910 

His Pro Phe Phe Arg Leu He Asp Trp Ser Ala Leu Met Asp Lys Lys 
915 920 925 

Val Lys Pro Pro Phe He Pro Thr He Arg Gly Arg Glu Asp Val Ser 
930 935 940 

Asn Phe Asp Asp Glu Phe Thr Ser Glu Ala Pro He Leu Thr Pro Pro 
945 950 955 960 

Arg Glu Pro Arg He Leu Ser Glu Glu Glu Gin Glu Met Phe Arg Asp 
965 970 975 

Phe Asp Tyr He Ala Asp Trp Cys 
980 



<210> 11 

<211> 839 

<212> DNA 

<213> Homo sapiens 

<400> 11 

atgtcgggcc ccaggcctgt ggtgctgagc 
ctgaagaggc tgctccagga gcacagcggc 
aggaacccga ggcccggcga ggagaacggc 
atgcagcgtg acatagcagc cggcgacttc 
tatggcacga gcaaggtggc ggtgcaggcc 
gacgtggacc tgcagggtgt gcggaacatc 
tctgtgcagc cgccttcact gcacgtgctg 
accgaggaga gcctggtgaa gcggctggct 
gagcccggcc tgtttgatgt ggtcatcatt 
ctgaaggagg cgctctctga ggaaatcaag 
ctgtctgttc tcggcacccc gggcccatac 
cttggcaggc gatacggcag ctctgtgccc 
gcccctgtgg ttggaacatc ctgggtgacc 
tccctatctc tcactctgga cccagggctg 



gggccttcgg gagctgggaa gagcaccctg 60 
atctttggct tcagcgtgtc ccataccacg 120 
aaagattact actttgtaac cagggaggtg 18 0 
atcgagcatg ccgagttctc ggggaacctg 240 
gtgcaggcca tgaaccgcat ctgtgtgctg 3 00 
aaggccaccg atctgcggcc catctacatc 360 
gagcagcggc tgcggcagcg caacactgaa 42 0 
gctgcccagg ccgacatgga gagcagcaag 480 
aacgacagcc tggaccaggc ctacgcagag 54 0 
aaagctcaaa ggaccggcgc ctgaggcttg 60 0 
aggaccaggg cagcagcatt gagccacccc 66 0 
ttggccagca tgtggagtgg aggagatgct 72 0 
cccgacccag cctcgctggg ctgtcccctg 780 
acatcctaat aaaataactg ttggattag 839 
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<211> 197 
<212> PRT 

<213> Homo sapiens 
<400> 12 

Met Ser Gly Pro Arg Pro Val Val Leu Ser Gly Pro Ser Gly Ala Gly 
15 10 15 

Lys Ser Thr Leu Leu Lys Arg Leu Leu Gin Glu His Ser Gly lie Phe 
20 25 30 

Gly Phe Ser Val Ser His Thr Thr Arg Asn Pro Arg Pro Gly Glu Glu 
35 40 45 

Asn Gly Lys Asp Tyr Tyr Phe Val Thr Arg Glu Val Met Gin Arg Asp 



lie Ala Ala Gly Asp Phe He Glu His Ala Glu Phe Ser Gly Asn Leu 
65 70 75 80 

Tyr Gly Thr Ser Lys Val Ala Val Gin Ala Val Gin Ala Met Asn Arg 
85 90 95 

He Cys Val Leu Asp Val Asp Leu Gin Gly Val Arg Asn He Lys Ala 
100 105 110 

Thr Asp Leu Arg Pro He Tyr He Ser Val Gin Pro Pro Ser Leu His 
115 120 125 

Val Leu Glu Gin Arg Leu Arg Gin Arg Asn Thr Glu Thr Glu Glu Ser 
130 135 140 

Leu Val Lys Arg Leu Ala Ala Ala Gin Ala Asp Met Glu Ser Ser Lys 
145 150 155 160 

Glu Pro Gly Leu Phe Asp Val Val He He Asn Asp Ser Leu Asp Gin 
165 170 175 

Ala Tyr Ala Glu Leu Lys Glu Ala Leu Ser Glu Glu He Lys Lys Ala 
180 185 190 

Gin Arg Thr Gly Ala 
195 
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